Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.030; wR factor = 0.080; data-to-parameter ratio = 10.9.
In the title compound, C 20 H 21 N 3 O 4 , the 1,4-dihydropyridine ring adopts a boat conformation. An intramolecular C-HÁ Á ÁO hydrogen bond generates an S(6) ring motif. The pyrazole ring makes dihedral angles of 87.81 (7) and 45.09 (7) with the mean plane of the 1,4-dihydropyridine ring and the phenyl ring, respectively. In the crystal, molecules are linked by N-HÁ Á ÁN, N-HÁ Á ÁO and C-HÁ Á ÁO hydrogen bonds into a three-dimensional network.
Related literature
For a related structure and background references, see: Fun et al. (2011) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For the stability of the temperature controller used for data collection, see : Cosier & Glazer (1986) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009). study its crystal structure.
The molecular structure in shown in Fig. 1 . The 1,4-dihydropyridine ring (N3/C10-C14) adopts a boat conformation with puckering parameters Q = 0.3273 (13) Å, Θ= 106.1 (2)° and Φ= 356.4 (2)°. An intramolecular C18-H18A···O3 hydrogen bond (Table 1) forms an S(6) ring motif (Bernstein et al., 1995) . The 1H-pyrazole ring (N1/N2/C7-C9) makes dihedral angles of 87.81 (7) and 45.09 (7)° with the mean plane of the 1,4-dihydropyridine (N3/C10-C14) ring and benzene (C1-C6) ring, respectively. Bond lengths and angles are comparable to the related structure (Fun et al., 2011) .
In the crystal structure (Fig. 2) , the molecules are linked via intermolecular N3-H1N3···N2, N1-H1N1···O3, C5-H5A···O1 and C20-H20C···O1 hydrogen bonds (Table 1) into three-dimensional network. 
Computing details
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT (Bruker, 2009);  program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008) and PLATON (Spek, 2009 The molecular structure of the title compound with 30% probability displacement ellipsoids. ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (i) −x+1, −y+2, z−1/2; (ii) −x+1/2, y−1/2, z+1/2; (iii) −x+1, −y+1, z+1/2; (iv) −x+1/2, y+1/2, z+1/2.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

